Identification of differentially expressed members of tobacco homeobox families by differential PCR.
As a first step to investigate the functions of homeobox genes in tobacco genetic tumorigenesis, we have used polymerase chain reaction to identify Hot (Homeobox in tobacco) genes that are expressed in tobacco genetic tumors. Five Hot genes that are actively expressed in tobacco genetic tumors are identified. Particularly, Hot1 is profoundly abundant in tumorous tissues, suggesting that it acts as a positive regulator of cell growth and differentiation during genetic tumorigenesis.